We sequenced a portion of the D-loop region in over 1000 Arctic char (Salvelinus 23 alpinus) samples from 67 locations across Newfoundland and Labrador to assess the extent of 24 secondary contact among the Arctic, Atlantic, and Acadian glacial lineages in Newfoundland and 25 Labrador. Within Labrador, the Arctic and Atlantic lineages were widespread. Two locations 26 (one landlocked and one with access to the sea) also contained individuals of the Acadian 27 lineage, constituting the first record of this lineage in Labrador. Atlantic and Acadian lineage 28 individuals were found in both eastern and western Newfoundland. Multiple sampling locations 29 in Newfoundland and Labrador contained fish of two or more different glacial lineages, implying 30 their introgression. Glacial lineage did not appear to dictate contemporary genetic divergence 31
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Page 8 liquid handling system (Perkin Elmer, Waltham, MA, USA) using a glassmilk protocol modified 151 from Elphinstone et al. (2003) . 152 The left domain region of the mitochondrial control region was amplified and sequenced 153 following Moore et al. (2015) . A representative forward sequence for each unique haplotype (i.e. those sequences which 174 contained one or more basepair differences from those haplotypes verified by Moore et al. 175 (2015)) was aligned with its reverse complement (sequenced with Tpro2) using a pairwise 176 Geneious alignment and default parameters to create a consensus sequence. The consensus 177 sequences for these unique haplotypes were then aligned with the reference haplotype set using a 178 Geneious alignment. A gap penalty of 7 was used and all other parameters were kept at default 179 values. A tree was constructed based on this alignment using the PhyML (Guindon and Gascuel employed to detect groups of sampling locations whose F CT were maximally differentiated based 194 on mtDNA sequences. All sequences were aligned using Geneious alignment and default 195 parameters and trimmed to 512 bp to include all relevant SNPs differentiating haplotypes.
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Sampling locations with fewer than 10 sequences were excluded from the analysis to minimize 197 the probability of biased groupings due to small sampling size. F CT values were estimated using a 198 simulated annealing optimization process for K = 2 -10 groups for all sampling locations and 199 for only the Labrador sampling locations and for K = 2 -4 groups for only the Newfoundland locations. Simulations were run for 10 000 steps from 100 initial configurations using a missing 205 data value of 1 (such that the entire 512 bp was included in the analysis). suggests that these lineages have fully introgressed.
379
Hybridization between these lineages may seem surprising given that Arctic lineage is 
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